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Genetic analysis of iatrogenic immunodeficiency-associated lymphoproliferative
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We conducted a comprehensive mutation analysis of iatrogenic
immunodeficiency-associated lymphoproliferative disorders (11A-LPDs), especially focusing on diffuse
large B-cell lymphoma (DLBCL) type, using lonAmpliSeq Cancer Panel. Post-transplant LPDs were
excluded from the analysis. Like conventional DLBCLs, I1A-LPDs exhibited a variety of mutation
profiles, and most of the alterations identified in IlA-LPDs were previously reported in DLBCLs. We
could not find any mutations specific to IIA-LPDs or its good prognostic subgroup.
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DLECL (D) ®) )
n=46 n=13 n=6 7
72 (39-87) 77 (47-01) 73 (59-79) NS
7 14732 1712 175 NS
HiEY 77T (EEAHEED) 40 (87%) 13 (100%) 5(83%) NS
zof 6(13%) 0% 1a7%)
AR RLEY— b (RAGAEED) 42 (91%) 13 (100%) 5(83%) NS
zofy 4% 0(0%) 1a7%)
LDH >245 U/L 32 (/45) (11%) 7 (54%) 3(50%) NS
mi#sIL-2R i@ (8BE) 1464 (288-19600) 1490 (649-5730) 1535 (639-4140) NS
7 7 5% 5(38%) 4(67%) NS
E2S 17 37%) 6 (46%) 0(0%)
5P+ B34 22 (48%) 2 (15%) 2 (33%)
Stage I/l 18 (39%) 117%) NS
Stage IlI/IV 28 (61%) 3 5 (83%)
<0.05
EBER-ISH 15 (33%) 12 (92%) 5 (83%) (Dvs.P.H)
1% 0.(0%) 0(0%) NS
SEMHA DL 32 (70%) 11 85%) 6(100%) NS
SEMBAD L + CPIE - HOTREAT 10 (22%) 1(8%) 0(0%)
zof 3% 1(3%) 0(0%)
17 (53%) 11 (100%) 3 (50%) <0.05
4 (13%) 0 (0%) 2(33%) (Pvs.DH)
10 (31%) 0(0%) 1(17%)
1(3%) 0(0%) 0(0%)
= 35 (769%) 12 (929%) 5(83%) NS
USRS T 4% 0(0%) 0(0%)
b TIE 5 (11%) 1(8%) 1(17%)
T 2 (%) 0(o%) o)
2 EBV
EBV EBV
P
n=34 n=43
72 (39-91) 73 (49-87) NS
/ 8/26 13/30 NS
B v v F (EESHEED) 33 (97%) 36 (84%) NS
Z Ot 1(3%) 7 (16%)
AbbLFY— (BEAHREET) 34 (100%) 36 (84%) <0.05
zoft 0 (0%) 7 (16%)
LDH >245 U/L 20 (/32) (63%) 27 (63%) NS
i sIL-2R  shsfE (i 1670 (288-25100) 1223 (313-19600) NS
DLBCLAE! 15 (44%) 31 (72%) <0.05
SR 12 (35%) 1(2%)
O F Y v SER 5 (15%) 1(2%)
Z0ft 2 (6%) 10 (23%)
i) 9 (26%) 9 (21%) NS
ok 12 (35%) 13 (30%)
BP9+ Bis 13 (38%) 21 (49%)
Stage I/11 6 (27%) 16 (43%) NS
Stage IIl/IV 16 (73%) 21 (57%)
1(3%) 0 (0%) NS
SREHIAT L 28 (82%) 30 (70%) NS
SREFIAIR L + (LPEOE - BUTRIAST 3 (9%) 9 (21%)
zoft 2 (6%) 4 (10%)
AR - BREL 24 (86%) 11 (37%) <0.05
WREBE 3 (11%) 4 (13%)
RE - #1T 1(4%) 14 (47%)
T 0 (0%) 1(3%)
2 28 (82%) 33 (77%) NS
Y gEE R B TR 3 (9%) 2 (5%)
foE B TR 1(3%) 6 (14%)
T 2 (6%) 2 (5%)
3 DLBCL  EBV
EBV EBV
n=15 n=31 4
69 (39-91) 74 (51-87) NS
/ 4/11 10/31 NS
B VT (RBEHEET) 14 (93%) 26 (84%) NS
zoft 1(7%) 5 (16%)
AbbLFY— (BEAHREET) 15 (100%) 27 (87%) NS
Z ot 0 (0%) 4 (13%)
LDH >245 U/L 10 (/14) (71%) 21 (68%) NS
3% sIL-2R  shsRfE 1670 (288-12457) 1280 (313-19600) NS
i) 0 (0%) 7 (23%) NS
o 7 (47%) 10 (32%)
P+ ES 8 (53%) 14 (45%)
Stage I/11 4.(27%) 14 (45%) <0.05
Stage IIl/IV 11 (73%) 17 (45%)
GCHE 1(7%) 11 (35%) <0.05
non-GC! 14 (93%) 20 (65%)
1(7%) 0 (0%) NS
SR HIEIR 12 (80%) 20 (67%) <0.05
SeRHDHIAI L + LPEE - BEHRIRST 1(7%) 9 (30%)
ZOft 1(7%) 2 (7%)
S@EREL 10 (83%) 7 (35%) <0.05
RiL 1(8%) 4 (13%)
RE - &17 1(8%) 8 (27%)
TRER 0 (0%) 1(5%)
s 12 (80%) 22 (73%) NS
[P k<iaad 3 (13%) 2 (7%)
fhEEE TRE 0 (0%) 5 (17%)
A8 1(7%) 1(3%)
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